(A)

stm3166 stm3167

Putative Putative

cation diadenosine
transporter | | tetraphosphate
hydrolase
(B)
stm3132 stm3133
Putative Putative

xylanase/ aminohydrolase

chitin

deacetylase

stm3169 stm3170 stm3171 stm3173
stm3168 (dctP) (dctQ)  (dctM) stm3172 (plsC)
Putative Fe-S Periplasmic Membrane Putative 1-acyl-sn-
oxidoreductase substrate components suppressor glycerol-3-
(ygiR) binding of TRAP of ftsl phosphate
component transporter (sufl) acyltransferase
of TRAP
transporter
stm3134 stm3135 stm3136 stm3137
(exuT) (uxuA) (uxuB) (uxuC) stm3138
Putative Putative Putative Putative Putative
hexuronate mannonate fructuronate hexuronate methyl-
transporter dehydratase reductase isomerase accepting
chemotaxis
protein

Figure S1. Genome contexts of the (A) stm3169-stm3171 and (B) stm3135-stm3137 operons. The transporter and catabolic
gene positions and their neighbouring genes were identified using MicrobesOnline. Each gene is identified by their ordered
locus name and experimentally verified or putative functions and names. Names of genes of interest are in red with

neighbouring genes in black.



(A) (C)

M F W - E 1 E2 E 3 E4 E 5 ) ] +MS2(isCID->CASI 852.59998)
<~ Ligand free protein: 35741.96
MW (kD Da (Mass error: 0.15 Da)
(kDa)
75— . 2 =

58 —
46 —

}
¢

Intensity (x108)
o

25 - C——
Liganded protein:
35840.4 Da

\/

(B

~

-
o
[ 1

5000
4000
3000
2000
1000
0
-1000

-2000
-3000 - 0 L \M.memmwmm.u M.hu_m.,mmm.m.m.

190 210 230 250 851.5 852.0 852.5 853.0 853.5 854.0 854.5 855.0 855.5 856.0
Wavelength (nm)

——STM3169 Native

ity

- = -STM3169 Refolded

0.5 +

Mean Residue Elliptic

m/z

Figure S2. Assessing the quality of the purified STM3169. (A) Coomassie stained gel of the Ni?* affinity purification showing F, the flow
through, W, the wash through and elution fractions E1-5. (B) Circular dichroism (CD) spectra of the natively folded protein and the protein
refolded after denaturation using guanidine hydrochloride. (C) MS spectrum of STM3169 at the 42+ charge state. The spectra was
analysed with and the molecular masses were deconvoluted using DataAnalysis v4.0 (Bruker Daltonics).




